Using neural networks for prediction of subcellular location of prokaryotic and eukaryotic proteins.
T. Kohonen's self-organization model, a typical neural network model, was applied to predict the subcellular location of proteins from their amino acid composition. The Reinhardt and Hubbard database was used to examine the performance of the neural network method. The rates of correct prediction for the three possible subcellular location of prokaryotic proteins were 96.1% by the self-consistency test and 84.4% by the jackknife test. The rates of correct prediction for the four possible subcellular location of eukaryotic proteins were 95.6% by the self-consistency test and 70.6% by the jackknife test.